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ABSTRACT Microbial communities in the evaporator core (EC) of automobile air-
conditioning systems have a large impact on indoor air quality, such as malodor and
allergenicity. DNA-based microbial population analysis of the ECs collected from
South Korea, China, the United States, India, and the United Arab Emirates revealed
the extraordinary dominance of Methylobacterium species in EC biofilms. Mixed-
volatile organic compound (VOC) utilization and biofilm-forming capabilities were
evaluated to explain the dominance of Methylobacterium species in the ECs. The su-
perior growth of all Methylobacterium species could be possible under mixed-VOC
conditions. Interestingly, two lifestyle groups of Methylobacterium species could be
categorized as the aggregator group, which sticks together but forms a small
amount of biofilm, and the biofilm-forming group, which forms a large amount of
biofilm, and their genomes along with phenotypic assays were analyzed. Pili are
some of the major contributors to the aggregator lifestyle, and succinoglycan ex-
opolysaccharide production may be responsible for the biofilm formation. However,
the coexistence of these two lifestyle Methylobacterium groups enhanced their bio-
film formation compared to that with each single culture.

IMPORTANCE Air-conditioning systems (ACS) are indispensable for human daily life;
however, microbial community analysis in automobile ACS has yet to be compre-
hensively investigated. A bacterial community analysis of 24 heat exchanger fins
from five countries (South Korea, China, the United States, India, and the United
Arab Emirates [UAE]) revealed that Methylobacterium species are some of the domi-
nant bacteria in automobile ACS. Furthermore, we suggested that the predominance
of Methylobacterium species in automobile ACS is due to the utilization of mixed
volatile organic compounds and their great ability for aggregation and biofilm for-
mation.

KEYWORDS Methylobacterium, aggregation, air-conditioning systems, biofilm,
genomes, volatile organic compounds

The term “air conditioner” originally means a heating, ventilation and air-
conditioning (HVAC) system for maintaining good indoor air conditions, but these

days, it is generally used as a system only for cooling air and regulating humidity to
make comfortable environments in the narrower sense (1). These systems are easily
found anywhere, including the home, school, office, hospital, and even outside, and
they have become an indispensable necessity for human daily life where the weather
is hot. In particular, air-conditioning systems (ACS) are installed in almost all kinds of
mobile cars, and they not only make drivers and passengers comfortable but also

Citation Park C, Jung HS, Park S, Jeon CO, Park
W. 2020. Dominance of gas-eating, biofilm-
forming Methylobacterium species in the
evaporator cores of automobile air-
conditioning systems. mSphere 5:e00761-19.
https://doi.org/10.1128/mSphere.00761-19.

Editor Katherine McMahon, University of
Wisconsin-Madison

Copyright © 2020 Park et al. This is an open-
access article distributed under the terms of
the Creative Commons Attribution 4.0
International license.

Address correspondence to Che Ok Jeon,
cojeon@cau.ac.kr, or Woojun Park,
wpark@korea.ac.kr.

Received 22 October 2019
Accepted 16 December 2019
Published

RESEARCH ARTICLE
Applied and Environmental Science

January/February 2020 Volume 5 Issue 1 e00761-19 msphere.asm.org 1

15 January 2020

https://orcid.org/0000-0002-3166-1528
https://doi.org/10.1128/mSphere.00761-19
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
mailto:cojeon@cau.ac.kr
mailto:wpark@korea.ac.kr
https://msphere.asm.org
https://crossmark.crossref.org/dialog/?doi=10.1128/mSphere.00761-19&domain=pdf&date_stamp=2020-01-15


reduce the risk of accidents by improving the driver’s concentration (2). However,
automobile ACS do not always offer only comfortable and fresh air, and drivers and
passengers frequently complain that automobile ACS blow unpleasant-smelling air. It
has often been reported that microbial growth in the evaporator core (EC) of automo-
bile ACS is a major cause of the unpleasant-smelling air in the passenger cabin (3, 4).
In addition, some microorganisms associated with automobile ACS may cause adverse
health effects, such as lung impairment, allergic reactions, such as hypersensitivity
pneumonitis, or infections to drivers and passengers (5, 6). Therefore, several studies on
microbial communities in ACS have been performed using culture-based and culture-
independent approaches, and these results showed that Methylobacterium and Sphin-
gomonas spp. are frequently identified in automobile ACS (3, 5–8).

Dust particles or volatile organic compounds (VOCs) in the air may be important
nutrient and carbon sources for microbial growth in automobile ACS. In addition, microbes
in the air are an important source of the microbial community in automobile ACS. Because
environmental conditions such as temperature, humidity, dust particles, VOCs, and the
microbial population of the air are different, depending on the operation place of auto-
mobile ACS, microbial communities in automobile ACS may be different depending on the
country. One study on the bacterial community of automobile ACS using culture-
dependent and PCR-based single-strand conformation polymorphism approaches showed
the dominance of Rhizobiales, including Methylobacterium species (3).

Methylobacterium species are ubiquitous bacteria found in domestic, clinical, natural,
and artificial environments (9–11). In addition, Methylobacterium species occupy a large
proportion of microbial populations in harsh environments (e.g., bathrooms, drinking
water, and the phyllosphere) (12–14). The reason for this is not clear, but the excellent
colonization ability of Methylobacterium species was suggested as one of the possibil-
ities for their population dominance (12, 13). Bacteria produce biofilms, mainly com-
posed of exopolysaccharides (EPS), extracellular DNA, and glycoproteins, to protect
themselves from several environmental stresses under different environments. Some
Methylobacterium species showed the highest aggregation capability among Sphingo-
bium, Xenophilus, Rhodococcus, and Methylobacterium species isolated from drinking
water; furthermore, Methylobacterium species combinations with Sphingobium, Xeno-
philus, and Rhodococcus also produced a large amount of biofilm (15). Increased biofilm
formation and aggregation of Methylobacterium oryzae CBMB20 induced by a high C/N
ratio showed promoted stress resistance, such as resistance to UV irradiation, desicca-
tion, starvation, heat/cold shock, and salt stress (16).

The other representative characteristic of this methylotrophic bacteria is their
versatile ability to degrade several organic pollutants. It is well known that Methylo-
bacterium extorquens DM4 possesses the ability to degrade a toxic halogenated organic
compound, dichloromethane (DCM), by the conversion of DCM to formaldehyde (17).
Genes associated with the degradation of toluene, naphthalene, acrylonitrile, phenyl
acetate, and nitriloacetate in the genome of Methylobacterium radiotolerans have been
discovered, suggesting a potential role for versatile aromatic decomposition (18). In
fact, several studies have reported that the predominant Methylobacterium species of
the bacterial community in the phyllosphere can survive due to the metabolic abilities
of various VOCs, including the C1 compounds methanol and chloromethane (19). The
dominance of Sphingomonas and Methylobacterium species in shower curtains was also
explained by their ability to utilize a wide range of carbon sources. Bath products and
bath area volatiles are potential food resources for both species; in addition, biofilms
play a protective role in this environment (20).

In the present study, we applied a barcoded 454-pyrosequencing strategy to analyze
and compare microbial communities in the ECs of automobile ACS collected from
South Korea, China, the United States, India, and the United Arab Emirates (UAE) and
sought to elucidate the reason for the predominance of Methylobacterium spp. in
bacterial communities derived from the ECs of automobile ACS.
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RESULTS
Microbial diversities in the ECs of automobile ACS in different countries. A total

of 484,328 bacterial sequencing reads were generated from the pyrosequencing of 34
16S rRNA gene PCR amplicons. After removing low-quality and chimeric sequencing
reads, 231,648 high-quality bacterial sequencing reads with an average of 6,756 num-
bers of reads per sample were obtained (Table 1). Because statistical community
diversity indices, including the number of operational taxonomic units (OTUs),
Shannon-Weaver index, and Chao1 index, are affected by the number of sequencing
reads used for diversity index calculations, high-quality bacterial sequencing reads were
normalized to the lowest numbers of 1,961 bacterial reads, and their statistical diversity
indices were calculated using normalized sequencing reads. OTU, Shannon-Weaver,
and Chao1 indices of bacterial sequencing reads representing bacterial community
diversity in the ECs of automobile ACS were highly different depending on samples
within the countries, but they were generally highest in Indian samples and next in UAE
samples (see Fig. S1A in the supplemental material and Table 1). The box plot analysis
of Chao1, a representative �-diversity index, for the bacterial sequencing reads clearly
showed that the bacterial community in the ECs of automobile ACS operated in India
was significantly more diverse than those in South Korea, China, and the United States
(Fig. S1B). The box plot analysis also showed that the bacterial communities in UAE
samples were a little more diverse than those in South Korea, China, and the United
States, and the bacterial community diversities in the ECs of automobile ACS operated

TABLE 1 Summary of pyrosequencing data and statistical analysis of bacterial communities in the ECs of automobile ACSa

Sample No. of reads
No. of high-
quality reads Avg read length (bp) No. of OTUs

Data by diversity index

Shannon Chao1 Evenness

K1 53,571 22,880 486 170 3.29 330 0.64
K2 6,889 3,473 475 245 4.11 428 0.75
K3 15,504 6,753 473 239 3.92 447 0.72
K4 46,006 21,106 472 219 3.98 492 0.74
K5 10,375 5,403 486 314 3.72 547 0.65
K6 4,822 2,340 489 283 3.99 468 0.71
K7 23,410 10,252 481 184 3.4 325 0.65
K8 8,694 4,197 495 296 4.24 470 0.74
K9 12,610 7,451 480 277 4.12 512 0.73
K10 9,884 4,525 490 252 3.46 420 0.63
K11 6,051 3,632 498 218 2.99 510 0.56
K12 13,151 5,825 490 349 4.42 668 0.76
K13 4,818 2,632 485 355 3.68 835 0.63
K14 20,634 11,763 494 293 3.93 591 0.69
K15 18,248 8,793 479 355 4.61 622 0.78
K16 28,851 11,927 464 187 3.9 310 0.74
K17 43,141 21,090 479 211 3.86 395 0.72
K18 4,157 1,961 474 324 4.25 592 0.74
C1 16,131 8,756 478 336 4.36 698 0.75
C2 8,508 4,361 476 258 4.11 506 0.74
C3 14,649 7,660 495 318 3.79 750 0.66
C4 15,283 8,423 492 415 4.72 851 0.78
C5 13,743 7,789 496 377 4.66 710 0.79
C6 7,867 3,320 482 293 4.23 534 0.74
C7 6,872 3,177 480 222 3.47 366 0.64
A1 8,441 3,401 477 393 4.44 688 0.74
A2 5,743 2,275 484 279 3.75 491 0.67
A3 9,298 3,759 475 342 4.36 585 0.75
I1 9,042 4,586 471 508 4.67 1,107 0.75
I2 8,378 4,261 476 793 5.61 2,239 0.84
I3 6,372 3,398 471 832 5.77 2,317 0.86
U1 7,508 3,471 452 414 4.75 761 0.79
U2 9,719 4,355 475 405 4.56 737 0.76
U3 5,958 2,653 454 538 5.04 1,133 0.8
aHigh-quality sequencing reads were normalized to the lowest number of sequencing reads (1,961, in bold), and OTUs, Shannon-Weaver, Chao1, and evenness indices
were calculated from normalized sequencing reads.
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in South Korea, China, and the United States were relatively similar. However, bacterial
community diversity indices were not related to car type or mileage (Table S1).

Dominance of Methylobacterium species in ACS. The normalized bacterial se-
quencing reads were classified at the phylum and genus levels to investigate microbial
communities in the ECs of automobile ACS operated in different countries. At the
phylum-level analysis of bacterial sequencing reads, members of the phylum Proteo-
bacteria were predominant, accounting for 50.1% to 99.3% of total sequences, in all EC
samples regardless of country (Fig. 1A), which was in line with a previous result (21).
Members of the phylum Proteobacteria were more abundant in Korean, Chinese, and
U.S. samples, with a mean relative abundance of 91.8% � 6.5%, than in Indian and UAE
samples, with a mean relative abundance of 64.3% � 11.2%. The phylum-level analysis
of bacterial sequencing reads showed that the phyla Actinobacteria with 0% to 29.6%
abundance and Deinococcus-Thermus with 0% to 18.8% abundance were the next
dominant after Proteobacteria, but their abundances were quite varied depending on
the samples. The phyla Actinobacteria and Deinococcus-Thermus were identified more
abundantly from Indian and UAE samples, with mean relative abundances of 18.3% �

FIG 1 Bacterial taxonomic compositions in the ECs of automobile ACS. (A and B) Bacterial taxonomic compositions
in the ECs of automobile ACS operated in different countries at the phylum (A) and genus (B) levels. Others are
composed of phyla, each showing a �2.0% of the total reads in all EC samples.
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9.1% and 5.2% � 6.2%, respectively, than were those from Korean, Chinese, and U.S.
samples, with mean relative abundances of 4.6% � 5.2% and 0.2% � 0.43%, respec-
tively.

The genus-level analysis of bacterial 16S rRNA gene sequences showed that mem-
bers of the genus Methylobacterium (phylum Proteobacteria) were predominantly iden-
tified from all samples, in agreement with the results from previous studies (3, 6).
However, their relative abundances were highly varied, with a range of 3.3% to 79.4%
of the total bacterial sequences depending on the samples. Methylobacterium members
were identified more highly from Korean, Chinese, and U.S. samples than in Indian and
UAE samples, with mean relative abundances of 63.6% � 7.7% versus only 21.7% �

14.2%, respectively. The community analysis showed that Sphingomonas was a com-
mon genus identified from the ECs, and the relative abundance of Sphingomonas spp.
was 6.4% � 4.3%. The genera Roseomonas, Rubrobacter, and Deinococcus were some-
what identified from only Indian and UAE samples. However, the genera Rubrobacter
and Deinococcus were barely detected from Korean, Chinese, and U.S. samples (Fig. 1B).
A hierarchical clustering analysis was performed using the relative abundances of the
bacterial communities (Fig. 2). The bacterial communities of Korean, Chinese, and U.S.
and Indian and UAE samples fell into respective clustering groups, and the Korean,
Chinese, and U.S. and Indian and UAE groups were distinctly differentiated from each
other, which suggests that the air environments or operating conditions of ACS in
South Korea, China, and the United States are similar to each other but different from
those of India and the UAE. However, 31 out of 34 samples clearly showed that
Methylobacterium species were the dominant bacteria in the bacterial community from
ACS (Fig. 2).

A linear discriminant analysis (LDA) effective size (LEfSe) algorithm for the identifi-
cation of statistically differential bacterial groups between Korean, Chinese, and U.S.
and Indian and UAE samples clearly showed that the genera Methylobacterium and
Sphingomonas were more abundant in Korean, Chinese, and U.S. samples than in Indian
and UAE samples, whereas the genera Roseomonas, Rubrobacter, Deinococcus, and
Barrientosiimonas were more abundant in Indian and UAE samples than in Korean,
Chinese, and U.S. samples (Fig. 2 and dS1C). In particular, members of Methylobacte-

FIG 2 Heatmap analysis of bacterial communities in the EC of ACS. Heatmap analysis of bacterial communities in
the EC of ACS operated in different countries at the genus level. Hierarchical cluster was generated based on the
average linkage method with Euclidean distance measure. The color scale represents the relative abundance of
each taxon on ECs.
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rium, the most predominant bacterial genus group in the ECs, were significantly more
abundant in Korea-China samples than in Indian and UAE samples, and the genera
Roseomonas and Rubrobacter were significantly more abundant in Indian and UAE
samples than in Korea-China samples (Fig. 2 and S1C and D).

Superior growth of Methylobacterium species from the EC of ACS in mixed
VOCs. Atmospheric VOC profiles of four large cities in the Republic of Korea demon-
strated that toluene is the highest concentration of VOC in the air from all four cities
and ethyl acetate is the second most serious air pollutant in Daegu and Seoul (Table 2).
In addition, washer liquid used in automobiles contains a high concentration of
methanol (range, 30% to 90%) (22). Thus, the growth of bacteria derived from auto-
mobile ACS in the above-mentioned three VOCs was assessed. A total of 91 species of
the 628 species isolated from car evaporators were selected in the following phyla:
Alphaproteobacteria (34 species), Betaproteobacteria (10 species), Gammaproteobacteria
(1 species), Bacteroidetes (5 species), Firmicutes (8 species), and Actinobacteria (33
species), without duplicated species (Table S2). Among them, 12 species of Methylo-
bacterium were identified. Gordonia species showed the highest growth under all three
single VOCs at each time point (Fig. S2A). However, the growth of Methylobacterium
species was not surprisingly increased in toluene-supplemented minimal salt basal
(MSB) medium, except for Methylobacterium aquaticum (Fig. S2A). Five of the 12 species
of Methylobacterium (M. aquaticum, M. rhodesianum, M. brachiatum, M. radiotolerans,
and M. isbiliense) showed higher optical density at 600 nm (OD600) values than the
average at 144 h, but the remaining species (M. frigidaeris, M. currus, M. organophilum,
M. longum, M. platani, M. dankookense, and M. aerolatum) exhibited OD600 values the
same as or lower than the average (Fig. S2A). Unlike toluene, many automobile
ACS-derived bacteria were able to utilize ethyl acetate (average OD600 at 144 h,
toluene, 0.24; ethyl acetate, 0.33; methanol, 0.23). Among them, three Methylobacterium
species (M. rhodesianum, M. brachiatum, and M. aquaticum) showed higher-than-
average growth of ACS-isolated bacteria, but the OD600 values of the other five
Methylobacterium species (M. dankookense, M. aerolatum, M. currus, M. platani, and M.
longum) were below 0.2 (Fig. S2A). Although Methylobacterium species are well known
as C1 compound (e.g., methanol and methylamine) utilizers, M. currus, M. radiotolerans,
M. frigidaeris, M. dankookense, M. brachiatum, M. isbiliense, and M. aerolatum did not
grow sufficiently even until 144 h. Only M. rhodesianum and M. aquaticum showed
remarkable growth in OD600 compared to that of the other bacteria at 144 h (Fig. S2A).
In addition, these species started to grow at 96 h, which is relatively slow compared to
the growth under toluene and ethyl acetate.

Because complex VOCs are present in the real world, a mixture of three VOCs was
provided to Methylobacterium species (M. currus, M. radiotolerans, M. frigidaeris, M.
dankookense, M. brachiatum, and M. organophilum) which grew poorly under a single-
VOC-supplied medium. Surprisingly, enhanced growth was observed in all tested
Methylobacterium species under the mixed three-VOC-added conditions compared to
the growth when a single-carbon source was added (Fig. 3A and S2B). The most
dramatically increased growth was approximately eight times at 144 h in M. dank-
ookense under mixed conditions compared to that in a single-carbon source-added
medium (0.5% mixture [0.17% toluene, 0.17% ethyl acetate, 0.17% methanol] and 1.5%

TABLE 2 Main VOCs contained in the air of four Korean cities

Major VOC

Concn (ppb) in:

Daegu Busan Seoul Incheon

Toluene 10 1.3 2.2 0.6
Benzene 0.3 0.3 0.2 0.3
Ethylbenzene 0.3 0.5 0.4 0.1
o-Xylene 0.3 0.6 0.1 0.1
Ethyl acetate 0.5 0.2 0.6 —a

a—, not detected.

Park et al.

January/February 2020 Volume 5 Issue 1 e00761-19 msphere.asm.org 6

https://msphere.asm.org


mixture [0.5% toluene, 0.5% ethyl acetate, 0.5% methanol]) (Fig. 3 and S2B). It is notable
that mixed VOCs do not have toxicity to but rather promote the growth of Methylo-
bacterium species.

Biofilm former versus aggregator lifestyles of Methylobacterium groups. The
growth test of 91 species on R2A medium revealed that most bacteria reached
stationary phase within 60 h. In addition, the optical density values of Methylobacterium
species at 60 h were close to or lower than the mean OD600 value of all tested bacteria
(Fig. S4A). To compare dramatic biofilm formation, we performed a biofilm assay of
automobile ACS-derived bacteria grown at 60 h in R2A medium (Fig. 4). As a result, a
wide range of biofilm formation values (OD595/OD600 ratio) among automobile-isolated
bacteria was observed from 7.7 to 0.07. To evaluate whether the classification of biofilm
formers was valid, they were grouped as extreme (OD595/OD600, �3), high (OD595/
OD600, 0.9 to 3), and normal (OD595/OD600, �0.9) biofilm formers (Fig. 4 and S3B and
Table S3). Statistically valid classifications (DF � 2, F � 347.8, P � 0.001) showed that 9

FIG 3 Measurement of growth under VOC-supplemented conditions. OD600 values of Methylobacterium
species were compared when single VOCs (0.5% toluene, 0.5% ethyl acetate, or 0.5% methanol) or mixed
VOCs (0.5% mixture [0.17% toluene, 0.17% ethyl acetate, 0.17% methanol] or 1.5% mixture [0.5% toluene,
0.5% ethyl acetate, 0.5% methanol]) were added at 144 h. Light-blue, orange, gray, yellow, dark-blue, and
green bars represent M. currus, M. radiotolerans, M. frigidaeris, M. organophilum, M. dankookense, and M.
brachiatum, respectively.

FIG 4 Measurement of biofilm formation among automobile ACS-isolated bacteria. Biofilm formation of
91 bacterial species isolated from automobile ACS was measured. Red, blue, and gray bars indicate
extreme (OD595/OD600, �3), high (OD595/OD600, 0.9 to 3), and normal (OD595/OD600, �0.9) biofilm
formers, respectively. Methylobacterium species are highlighted above each bar.
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of 12 Methylobacterium species belong to the extreme or high biofilm formers (Fig. 4
and Table S3). It was intriguing that dominance in the bacterial population is associated
with the biofilm formation ability. Thus, we retrieved the community profiles, and a
correlation analysis between biofilm formation and bacterial population size was
conducted. The result revealed that high biofilm formers occupied a large population
under automobile ACS niches (Spearman correlation coefficient, 0.23; P � 0.05;
Fig. S3C). However, there was no statistically significant difference in biofilm formation
between the two groups, Methylobacterium and non-Methylobacterium species (DF � 1,
F � 1.54, P � 0.11; Fig. S3D). Taken together, the dominance in bacterial community is
associated with the ability for biofilm formation, but this does not explain the preva-
lence of Methylobacterium species under automobile ACS.

Although it is generally believed that aggregation is one of the essential steps
toward biofilm formation, biofilm formation requires attachment to a surface, resulting
in the production of a slimy extracellular matrix (15, 23). However, we observed that
certain Methylobacterium species produced a small amount of biofilm but strongly
aggregated with each other rather than attached to the surface (Fig. 4 and S4A). Like
M. currus, aggregate formations of M. radiotolerans and M. frigidaeris were observed
during their growth. Conversely, Methylobacterium dankookense and M. organophilum
were freely distributed in the medium, like M. brachiatum (Fig. S4A), which belonged to
the high biofilm formers (Fig. 4). To quantify aggregation, aggregation percentages
were measured during the growth of the above-mentioned six Methylobacterium
species on tryptone-glucose-yeast extract (TYG) medium (Fig. S4B). As a result, M.
frigidaeris is the highest autoaggregator, showing 75.4%, 90.0%, and 86.8% aggregation
in 12, 24, and 48 h, respectively. M. currus was also aggregated, with high percentages
of 29.1%, 53.6%, and 50.8% at the same time intervals, respectively. Thus, M. currus, M.
radiotolerans, and M. frigidaeris were grouped as aggregators but those that form a
small amount of biofilm. M. brachiatum, M. dankookense, and M. organophilum were
designated biofilm formers, which are relatively high-biofilm-forming species rather
than aggregators (Fig. 4).

Main factors of aggregation and biofilm formation in Methylobacterium spe-
cies. For a deeper understanding of aggregation and biofilm formation, comparative
genome analysis was performed with genomes of M. currus, M. radiotolerans, M.
frigidaeris, M. brachiatum, and M. organophilum. Aggregation often occurs between
cells conjugated by type IV pili to exchange genomic substances (24). The numbers of
genes encoding pili were varied between Methylobacterium species. Nine pilus-
encoding genes of the trb operon (trbBCDEJLFGI) were present in the second contig of
M. currus (Table 3). Furthermore, there were 8 genes (e.g., tra and trb genes) for the
synthesis of pili in M. radiotolerans and 11 genes (e.g., pilZ and cpa genes) in M.
frigidaeris. In contrast, only four genes (trwC, traC, traG, and trbI) are located in the major
contig of M. brachiatum, and few genes could be observed in the genome of M.
organophilum. Field emission scanning electron microscopy (FE-SEM) analysis revealed
that M. currus was conjugated by pili that could be also observed in other aggregators
(M. radiotolerans and M. frigidaeris) (Fig. S5A). However, this pilus network was not
detected in the biofilm former group, including in M. brachiatum, M. organophilum, and
M. dankookense.

Previous research studies have suggested that motility is important for aggregation,
because nonmotile cells tend to form aggregates and hold each other (25). A large
gene cluster (34,183 bp) related to the synthesis of flagella is present in the genome of
M. brachiatum; in addition, a similar gene structure also exists in the genomes of M.
organophilum and M. radiotolerans. In contrast, three flagellar synthesis-related gene
clusters are separated in the genomes of M. currus and M. frigidaeris (Fig. S5B). In
addition, nonaggregators (M. brachiatum, M. organophilum, and M. dankookense)
showed excellent motility, which was apparently observed at 9 days (Fig. S5C). In
contrast, aggregators (M. currus, M. radiotolerans, and M. frigidaeris) did not move into
the medium until 9 days.
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Genes participating in succinoglycan synthesis (exoA, exoW, exoB, exoF, exoP, exoL,
exoU, exoY, exoO, and exoM) are present in the genome of M. brachiatum. Succinoglycan
synthesis-related genes are closely located in the chromosomes of M. brachiatum, M.
radiotolerans, and M. organophilum but not of M. frigidaeris and M. currus (Fig. S5D).
Monosaccharide profiles using high-performance anion-exchange chromatography
(HPAEC) showed that high concentrations of mannose and glucose were detected from
the EPS of both species (for mannose, 73.2% in M. currus and 63.2% in M. brachiatum,
and for glucose, 25.3% in M. currus and 20.4% in M. brachiatum). In addition, a low
concentration of fucose (0.6%) was produced from both bacteria. However, only M.
brachiatum EPS contained 15.7% galactose (Table S4). Likewise, Methylobacterium
species synthesize similar or different EPS among species.

Enhanced biofilm formation during coculture of aggregators and biofilm form-
ers. Confocal laser scanning microscopy (CLSM) analyses of M. currus and M. brachiatum
during single culture or coculture showed that the biofilm production was enhanced
when they were grown together rather than singly at 48 and 72 h (Fig. 5A). The
investigation of the biofilm formation and cell-forming units between M. currus and M.
brachiatum during coculture suggested that a low abundance of M. currus was main-
tained until 48 h (6.25% at 24 h and 5.56% at 48 h; Fig. 5A). At 96 h, M. currus still
remained, although the amount of biofilm in mixed culture of M. currus and M.
brachiatum was reduced, implying that the biofilm produced by M. brachiatum enables
M. currus aggregates to attach to the surface. Furthermore, EPS from M. brachiatum and
pili from M. currus could be also observed when the two species were cocultured
(Fig. 5B). Taken together, biofilm formation was enhanced due to the abilities of
aggregation and biofilm formation in mixed culture.

DISCUSSION

Water vapor condensation by air cooling on ECs causes microbial growth by
providing water, an indispensable life-giving factor (4). In addition, airflow through tiny

TABLE 3 Pilus synthesis-related genes in the genomes of M. currus, M. radiotolerans, and M. frigidaeris

Genome Locus tag Annotation Genea

M. currus MP1016A_06858 Conjugal transfer protein trbI
MP1016A_06859 Conjugal transfer protein trbG
MP1016A_06860 Hypothetical protein trbF
MP1016A_06861 Protein kinase shaggy trbL
MP1016A_06863 Hypothetical protein trbJ
MP1016A_06864 Probable conjugal transfer protein trbE
MP1016A_06865 Hypothetical protein trbD
MP1016A_06866 Conjugal transfer protein trbC
MP1016A_06867 Probable conjugal transfer protein trbB

M. radiotolerans MRAD2831_RS62055 Conjugal transfer protein traG
MRAD2831_RS62060 Conjugal transfer protein traD
MRAD2831_RS63110 VirB4 family type IV secretion/conjugal transfer ATPase —
MRAD2831_RS63125 Conjugal transfer protein traH
MRAD2831_RS63135 P-type conjugative transfer protein VirB9 —
MRAD2831_RS63150 Conjugal transfer protein traG
MRAD2831_RS63175 Conjugal transfer protein trbM
MRAD2831_RS63225 Conjugal transfer protein —

M. frigidaeris CS379_RS00995 Pilus assembly protein —
CS379_RS01005 Pilus assembly protein —
CS379_RS05350 Pilus assembly protein pilZ
CS379_RS09770 Pilus assembly protein cpaB
CS379_RS11780 Pilus assembly protein pilZ
CS379_RS13205 Pilus assembly protein cpaD
CS379_RS23685 Pilus assembly protein —
CS379_RS23690 Pilus assembly protein —
CS379_RS23695 Pilus assembly protein —
CS379_RS31900 Pilus assembly protein tadE
CS379_RS31905 Pilus assembly protein tadE

a—, not identified.
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air conduits of automobile ACS to efficiently cool down the air temperature leads to the
deposition of microorganisms and airborne particles on the EC surface. Therefore,
microbial growth, as well as the deposition of airborne microorganisms, may be an
important factor in determining microbial communities in the ECs of automobile ACS.
Temperature, humidity, dust particles, and VOCs that have a strong influence on the
microbial growth in the ECs and microbial community in the air are different depending
on the country. Therefore, in this study, microbial communities in automobile ACS that
were operated in seven places in five countries were investigated using a barcoded
454-pyrosequencing strategy (26).

Microbial diversity analysis showed that bacterial communities in the ECs of auto-
mobile ACS operated in India and the UAE, especially in India, were more diverse than
those in South Korea, China, and the United States (Fig. 1 and S1), which might be
caused by the differences in environmental and climate factors such as temperature,
humidity, and VOCs (3, 4). Because the average temperatures for the year in India
(Delhi) and the UAE (Dubai) are higher than those in South Korea (Namyangju and
Ulsan), China (Beijing and Shanghai), and the United States (Irvine, CA), the operation
times of automobile ACS in India and the UAE will also be longer than those in South
Korea, China, and the United States. The long operation time of automobile ACS will
cause thick biofilm formation in the ECs with diverse microenvironments, probably
giving rise to more diverse bacterial communities, which may be one of the most
important for malodor production from automobile ACS (3). The EC of automobile ACS

FIG 5 Microscopic analysis and biomass measurement of M. currus and/or M. brachiatum. (A) Biofilm formation was
observed using FilmTracer Sypro Ruby biofilm matrix stain dye at 24, 48, and 72 h (left), and biofilms were
quantified by a biofilm assay in mixed culture (right). The proportion of each biomass for M. currus (green) and M.
brachiatum (blue) is marked on the bars when they were cultured together. (B) SEM analysis of M. currus and/or
M. brachiatum and mixed culture. Yellow and white arrows indicate pili and EPS, respectively. Magnification,
�5,000 and �10,000.
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has unique environmental conditions, experiencing drastic fluctuations in temperature
and water availability. It encounters high temperature by engine operation with no
air-conditioner operation, whereas its temperature drops to almost zero during air-
conditioner operation. When the air conditioner is not in operation, water, a necessity
for microbial growth, is not provided. Dust particles or VOCs in the air may be a sole
nutrient or carbon source for microbial growth in automobile ACS. Therefore, micro-
organisms that are able to grow in the ECs of automobile ACS may be tolerant to
several stresses and have the ability to metabolize dust particles or VOCs.

The VOC profiles in the air of four Korean cities suggested that benzene-toluene-
ethylbenzene-xylene and ethyl acetate were abundantly present, which is compatible
with the previous literature (27). In addition, bacterial community analysis revealed that
Methylobacterium species were one of the dominant bacteria in all ECs of automobile
ACS used in this study (Fig. 1 and 2). Members of the genus Methylobacterium are
typically strictly aerobic methylotrophic bacteria and grow well on single-carbon
compounds as the sole sources of carbon and energy, as well as on a wide range of
multicarbon growth substrates (28). Recently, novel Methylobacterium species have
been isolated from ACS (29, 30), and 12 species of Methylobacterium were identified in
the ECs of automobile ACS in this study, implying that Methylobacterium members
might have the ability to metabolize VOCs as the nutrient or carbon source to grow in
the ECs of automobile ACS.

Acetylesterase (EC 3.1.1.6) is the key enzyme that mediates ethyl acetate to acetate
and ethanol in the classical ethyl acetate metabolism (31). The enzyme has been mainly
discovered and studied in Pseudomonas species, so that acetylesterase (NCBI RefSeq
accession no. AAM16269) in Pseudomonas putida as a query sequence was used to
search the homologs with the reference genomes of M. currus, M. frigidaeris, M.
radiotolerans, M. organophilum, and M. brachiatum. A BLASTP search showed that all
Methylobacterium species possess the �/�-hydrolase that has more than 30% simila-
rity and 70% query cover with the query sequence (NCBI RefSeq accession num-
bers WP_099953624.1, WP_099900826.1, WP_116656825.1, WP_053621636.1, and
WP_091857735.1), implying that ethyl acetate metabolism could occur via acetyles-
terase in Methylobacterium species. Among five toluene-degrading pathways that
have been revealed in Pseudomonas putida F1, P. putida PaW15, Burkholderia
cepacia, Ralstonia pickettii PKO1, and Pseudomonas mendocina KR1 (32), Methylo-
bacterium species possibly oxidize toluene to acetyl-coenzyme A (acetyl-CoA),
because homologs of XylA (xylene monooxygenase electron transfer), XylB (benzyl
alcohol dehydrogenase), and XylC (benzaldehyde dehydrogenase) were present in
all Methylobacterium species (Fig. S5E). Furthermore, all five Methylobacterium
species possess multiple copies of methanol dehydrogenases. In the case of M.
frigidaeris, there are two copies of PQQ-dependent dehydrogenase encoding gene
in the genome, which was the lowest copy number among Methylobacterium
species. Thus, all above-mentioned homolog searches indicated that Methylobac-
terium species is a potential VOC utilizer.

However, contrary to expectations, many Methylobacterium spp., such as M. dank-
ookense, M. frigidaeris, M. organophilum, M. longum, and M. currus, did not grow
sufficiently in single-VOC-supplied media, except for two Methylobacterium species (M.
aquaticum and M. rhodesianum; Fig. S2A). Methylobacterium species are well-known
slow growers even in rich medium (9), suggesting that their metabolisms are slow.
However, the growth of all tested Methylobacterium species was increased when a
three-VOC mixture (toluene, ethyl acetate, and methanol) was supplied (Fig. 3). Even
when the total concentrations of single and mixed VOCs (0.5%) were adjusted, the
growth of Methylobacterium species was enhanced in the three-VOC mixture, implying
that growth improvement was not due to the amount of carbon availability under
VOC-mixture-added conditions (Fig. 3 and S2B). Based on VOC metabolic pathways of
Methylobacterium species, acetyl-CoA enters the ethyl malonyl cycle after it is gener-
ated through toluene, ethyl acetate, and methanol metabolism (Fig. S5D). Thus, the
activation of several genes, including those of the ethyl malonyl-CoA pathway and the
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tricarboxylic acid cycle, might happen during toluene and ethyl acetate metabolism,
supported by the superior growth of Methylobacterium spp. in the sole toluene or ethyl
acetate rather than in methanol-supplemented medium (Fig. 3). This activation might
accelerate the growth of Methylobacterium species in the coexistence of VOCs (33, 34).
Because it is obvious that a variety of VOCs are present in the air, improved growth
under mixed-VOC-added conditions can be a reasonable explanation for the predom-
inance of Methylobacterium species in automobile ACS as well as in other natural or
artificial environments.

As suggested above, ACS is a harsh environmental condition due to the existence of
several stresses, and one possible feature required for growth in ECs is that bacteria
have the ability to form biofilms by producing EPS (6). Although the growth of
Methylobacterium species is not above average among bacteria, even in R2A-rich
medium, the profiles of the biofilm assay showed that 9 of 12 Methylobacterium species
belong to the extreme- or high-biofilm-former groups. However, the comparison of
biofilm data between Methylobacterium and non-Methylobacterium spp. proved to be
statistically invalid due to the large gap between extreme biofilm and normal biofilm
formers in Methylobacterium species (Fig. 4 and S3D). Nevertheless, the combination of
bacterial population data and the biofilm assay profile revealed that high biofilm
formers predominantly occupy the microbial population in the ECs of automobile ACS
(Fig. S3B).

Interestingly, all three aggregators possessed many pilus synthesis-associated
genes, whereas M. brachiatum and M. organophilum did not. In addition, SEM analysis
showed that M. currus cells were connected by pili, and other aggregators also
displayed conjugation between cells, indicating that pili seem to be the main factor for
aggregation (Fig. S5A). Additionally, genome analysis of M. currus revealed that
flagellin-encoding genes were divided into three large clusters, and the genes also
occupy a similar location in the genome of M. frigidaeris (Fig. S5B). These distant three
clusters possibly delay the assembly of flagella, resulting in the lack of motility
(Fig. S5B). M. radiotolerans showed two genotypical features of aggregators and biofilm
formers. A succinoglycan synthesis operon and one large gene cluster in a flagellar
synthesis operon were located in the genome of M. radiotolerans (Fig. S5B and D).
However, pilus synthesis-related genes were present in M. radiotolerans. In addition,
this species showed an aggregator phenotype (nonmotile and conjugation) (Table 3
and Fig. S4 and S5A and C); thus, it seems that pilus synthesis function is more
important in the lifestyle of M. radiotolerans. Coculture of the aggregator M. currus and
the biofilm former M. brachiatum, a low biofilm former, increased biofilm formation
compared to that with the single culture, and EPS could also be observed (Fig. 5A and
B). It is expected that M. brachiatum may provide the surface for M. currus to aggregate
and, as a result, produce increased biofilm, although a low abundance of M. currus
remains in the biofilm, which is the other reason for the dominance of Methylobacte-
rium species in automobile ACS.

In this study, the microbial populations in EC samples as part of automobile ACS
from five different countries (South Korea, China, the United States, India, and the UAE)
were analyzed by performing high-throughput pyrosequencing. The next-generation
sequencing data analyses and taxonomic classification data clearly showed the micro-
bial community of the EC surface, and Methylobacterium species are commonly dom-
inant. This result is expected due to the utilization of mixed VOCs and the great ability
for biofilm formation. However, aggregator Methylobacterium species, such as M. currus,
tend to form a small amount of biofilm; in contrast, biofilm formers, such as M.
brachiatum, did not show aggregation. Comparative genome analysis showed that
flagella, pili, and large membrane proteins are correlated with the aggregation of
Methylobacterium species. Finally, when aggregators and nonaggregators are cultured
together, biofilm production was promoted. These data support why Methylobacterium
species are predominant in automobile ACS; furthermore, the data are applicable for
the removal of malodor in a car so that a pleasant vehicle indoor environment can be
created.
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MATERIALS AND METHODS
Sampling of heat exchanger aluminum fins from automobile ACS in different countries.

Thirty-four heat exchanger aluminum fin samples were collected from the ECs of automobile ACS in
seven different regions of five countries, namely, South Korea (Namyang and Ulsan), China (Beijing and
Shanghai), the United States (Irvine, CA), India (Delhi), and the UAE (Dubai; Table 1). Table S1 presents
the detailed information of the mobile cars, including the sampling country, autodismantling city
(sampling city), mileage, and car type. Automobile ACS that were in operation were dismantled at
Hyundai Motor service centers in each country. Small portions of aluminum fins were sampled from 10
different areas of the EC of each automobile ACS using sterilized long-nose pliers, and the sampled
aluminum fins were combined. The aluminum fin samples were transported to the laboratory in South
Korea in dry-ice packages.

Genomic DNA extraction and PCR amplification for pyrosequencing. Total genomic DNA was
extracted from the aluminum fin samples using the FastDNA Spin kit for soil (MP Biomedicals, USA),
according to the manufacturer’s instructions. Cell lysis was achieved by bead beating 5 g of sample two
times for 30 s at a 30-s interval and speed of 6.0 m/s in a DNA FastPrep24 instrument (MP Biomedicals).
The primer set BacF (5=-adaptor B-AC-9F-3=)/BacR (5=-adaptor A-X-AC-541R-3=), where X denotes unique
(7 to 11) barcoded sequences, was used for the amplification of bacterial 16S rRNA (V1 to V3 variable
region) genes (Table S5) (35). All PCR amplifications were performed in a C1000 thermal cycler (Bio-Rad)
in a 50-�l volume containing a Taq polymerase mixture (Solgent, South Korea), with PCR conditions as
described previously (36). The PCR products were purified using a PCR purification kit (Solgent), and their
concentrations were measured with an enzyme-linked immunosorbent assay reader equipped with a
Take3 multivolume plate (SynergyMx; BioTek, USA). The composite sample for the community analysis
of bacteria was prepared by pooling equal amounts of the PCR products and sequenced using a 454
GS-FLX titanium system (Roche, Germany) at ChunLab (Seoul, South Korea).

Sequencing data processing and analysis. Sequencing reads were sorted into respective EC
samples based on their barcode sequences, and then the barcodes were trimmed using the RDPipeline
tools available at the Ribosomal Database Project (RDP; http://pyro.cme.msu.edu/) (37). Low-quality
sequencing reads with ambiguous base calls (“N”), with average quality scores below 25 (error rate,
0.005), or that were shorter than 300 nucleotides were also removed using the RDPipeline. Potential
chimeric sequencing reads were also removed using the UCHIME ChimeraSlayer available at USEARCH of
the RDPipeline (38). To compare bacterial diversity among samples, sequencing reads were normalized
to the smallest read numbers by random sequencing read resampling using the sub.sample command
of the mothur program (39). Normalized sequencing reads were aligned using the fast secondary-
structure-aware INFERNAL aligner (40). Diversity indices, including OTUs, Shannon-Weaver, Chao1, and
evenness indices, were calculated from the normalized sequencing reads at 97% similarity level using the
RDPipeline. Chao1 indices of bacterial communities in countries were compared by box plot analyses
using the package “ggplot2” of the R program, and the Wilcoxon signed-rank test was performed to
evaluate their statistical significance (41).

Normalized bacterial sequencing reads were also taxonomically classified into hierarchical bacterial
taxa at the phylum and genus levels using the RDP Naive Bayesian rRNA Classifier at an 80% confidence
threshold (42). The relative abundances of bacterial taxon communities at the genus level in each EC
sample were visualized using the heatmap.2 command of the R program (gplots, version 3.3.2), and their
hierarchical clusterings were determined using the dist and hclust commands of the R program, based
on average Euclidean distance.

Genome sequencing and comparative genome analysis. As described previously, the genomic
DNA of the newly isolated M. brachiatum was extracted using the Wizard DNA purification kit (Promega)
and sequenced with a PacBio 20K sequencer at ChunLab (30). De novo assembly of quality-filtered
sequencing reads was conducted with PacBio SMRT Analysis 2.3.0. For a deep understanding of
phenotypical differences, comparative genomics of Methylobacterium species was performed. Previously,
genome analysis of M. currus was performed (29); however, in this study, the genome of M. brachiatum
was examined. The genome sequences for five strains of the other Methylobacterium species (M. currus
[accession numbers CP028843 to CP028847] M. frigidaeris IER25-16 [accession no. NZ_PELK00000000], M.
organophilum DSM760 [accession no. QEKZ00000000], and M. radiotolerans JCM 2831 [accession no.
CP001001]) were retrieved from the National Center for Biotechnology Information database.

Growth test on VOCs. Growth assays of automobile-isolated strains were measured at 60 and 144
h on R2A and MSB media added with 0.5% toluene, ethyl acetic acid, and methanol. Seed cultures
on R2A medium were collected, and phosphate-buffered saline (PBS) washing was performed.
Resuspended bacterial cells (OD600, 0.04) were inoculated on MSB medium added with 0.5% toluene,
ethyl acetic acid, methanol, and VOC mixtures into 96-well polyvinyl chloride (PVC) microtiter plates
with shaking (220 rpm). The absorbance (OD600) was measured using a Spark multimode microplate
reader (Tecan Trading AG, Switzerland), and the average and standard deviation values were
calculated from triplicates.

Biofilm formation ability test. Three-day cultures of car-isolated bacteria were washed with PBS
and inoculated at an OD600 of 0.04 into fresh R2A medium in 96-well microtiter plates (BD
Biosciences, USA). The plates were incubated at room temperature without agitation. After incuba-
tion, the microtiter plates were rinsed with sterile water, and then 0.1% (wt/vol) crystal violet (CV)
solution was added to stain the attached cells. After staining, the CV was removed, and the wells
were rinsed with sterile water. The dye was dissolved in 95% ethanol, and the absorbance of the
solubilized dye at 595 nm was then determined (43).
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Aggregation assays of Methylobacterium species. The measurement of aggregation was per-
formed for Methylobacterium species grown in TYG medium at 48 h. At each time point at 12, 24, and
48 h, 1 ml bacterial cells was transferred to a 1.7-ml EP tube and harvested by preprophase band
(PPB) centrifugation at 800 rpm for 1 min. Then, the supernatant was measured immediately by
spectrophotometry (Eppendorf, Germany). The aggregation percentage was determined using the
equation

(1 � At ⁄ A0) � 100

where At represents the absorbance at different time points (t � 24, 48, and 72 h) and A0 represents the
absorbance before the centrifugation.

EPS purification and HPAEC analysis. EPS purification was conducted using the ethanol precipi-
tation method. M. currus and M. brachiatum were incubated in 1 liter TYG medium for 48 h and
centrifuged to obtain a clear supernatant. The volume of the ethanol supernatant was added three times
and incubated at 4°C overnight. Then, the sample was centrifuged, and the pellets were washed three
times with an 80% ethanol solution, followed by three washes with PBS to remove residues and then
freeze drying for 3 days. The composition of freeze-dried EPS samples was analyzed via HPAEC (ICS-5000;
Dionex Co., USA). The CarboPac PA-1 column (Dionex) was used with 18 mM NaOH as the solvent at a
flow rate of 1.0 ml/min at 25°C. HPAEC was performed by Biosystems, South Korea.

FE-SEM and CLSM analysis. For observation of phenotypical morphology, M. currus and M.
brachiatum cells were incubated in TYG medium for 48 h (for single culture, OD600, 0.04; for mixed
culture, OD600, 0.02 for each strain). To prepare FE-SEM samples, 5 ml cells was harvested by centrifu-
gation (1 min, 13,000 � g), and the pellets were fixed using Karnovsky’s fixation method at 4°C overnight.
After cold incubation, the pellets were washed with 0.05 M potassium phosphate buffer three times for
10 min each at 4°C. Dehydration of cells was performed at room temperature using 30%, 50%, 80%, and
100% ethanol serially. The samples were coated with platinum before FE-SEM (FEI, Japan) analysis.
Biofilm cells were stained with FilmTracer Sypro Ruby biofilm matrix stain for 30 min at room temper-
ature and observed by CLSM (Carl Zeiss, Germany). Confocal images of stained biofilm were observed
under red fluorescent light (excitation wavelength, 450 nm; emission wavelength, 610 nm) to evaluate
the height and density of the biofilm.

Statistical analysis. The LEfSe algorithm was used to identify significantly different genus or KEGG
pathway abundances between the Korean, Chinese, and U.S. and Indian and UAE groups (44). Relative
abundance information of genera or KEGG metabolic pathways was imported into LEfSe (version 1.0) on
the Web-based Galaxy, and only genera or KEGG metabolic pathways with logarithmic LDA scores of
�4.0 (genus) or �3.0 (KEGG) were included. The relative abundances of significantly different taxa
between the Korea-China-UAE and Indian and UAE groups were compared through box plot analyses
using the package ggplot2, and a Wilcoxon signed-rank test was performed to determine statistical
significance. Validation of high, medium, and low biofilm former classification and comparative means of
biofilm formation for Methylobacterium and non-Methylobacterium species were evaluated by Tukey’s
test using PROCGLM (SAS). Furthermore, the correlation coefficients and E values between biofilm
formation and population size were calculated by Spearman rank correlation.

Data availability. The sequenced data for M. brachiatum TX0642 were deposited in GenBank
(accession numbers CP033231 to CP033234). Pyrosequencing data were also deposited in the Sequence
Read Archive (SRA; https://www.ncbi.nlm.nih.gov/sra) under accession numbers SRR7769850 to
SRR7769883.

SUPPLEMENTAL MATERIAL
Supplemental material is available online only.
FIG S1, TIF file, 2.4 MB.
FIG S2, TIF file, 1.2 MB.
FIG S3, TIF file, 2.2 MB.
FIG S4, TIF file, 1.4 MB.
FIG S5, TIF file, 16 MB.
TABLE S1, PDF file, 0.1 MB.
TABLE S2, PDF file, 0.2 MB.
TABLE S3, PDF file, 0.1 MB.
TABLE S4, PDF file, 0.1 MB.
TABLE S5, PDF file, 0.1 MB.

ACKNOWLEDGMENTS
This work was supported by the Hyundai Motor Company and a National Research

Foundation of Korea (NRF) grant awarded by the Korean government (MSIP) (grant
NRF-2019R1A2C1088452).

We thank Hyo Jung Eom for providing CLSM image data to our laboratory. We also
thank the Hyundai Motor Company for providing raw data of the microbial community
on ECs from ACS and on VOC profiles from Korean cities.

Park et al.

January/February 2020 Volume 5 Issue 1 e00761-19 msphere.asm.org 14

https://www.ncbi.nlm.nih.gov/nuccore/CP033231
https://www.ncbi.nlm.nih.gov/nuccore/CP033234
https://www.ncbi.nlm.nih.gov/sra
https://www.ncbi.nlm.nih.gov/sra/SRR7769850
https://www.ncbi.nlm.nih.gov/sra/SRR7769883
https://msphere.asm.org


REFERENCES
1. Balaras CA, Dascalaki E, Gaglia A. 2007. HVAC and indoor thermal

conditions in hospital operating rooms. Energy Build 39:454 – 470.
https://doi.org/10.1016/j.enbuild.2006.09.004.

2. Holmér I, Nilsson H, Bohm M, Norén O. 1995. Thermal aspects of vehicle
comfort. Appl Human Sci 14:159 –165. https://doi.org/10.2114/ahs.14
.159.

3. Diekmann N, Burghartz M, Remus L, Kaufholz A-L, Nawrath T, Rohde M,
Schulz S, Roselius L, Schaper J, Mamber O, Jahn D, Jahn M. 2013.
Microbial communities related to volatile organic compound emission in
automobile air conditioning units. Appl Microbiol Biotechnol 97:
8777– 8793. https://doi.org/10.1007/s00253-012-4564-4.

4. Rose LJ, Simmons RB, Crow SA, Ahearn DG. 2000. Volatile organic
compounds associated with microbial growth in automobile air condi-
tioning systems. Curr Microbiol 41:206 –209. https://doi.org/10.1007/
s002840010120.

5. Simmons RB, Noble JA, Rose L, Price DL, Crow SA, Ahearn DG. 1997.
Fungal colonization of automobile air conditioning systems. J Ind Mi-
crobiol 19:150 –153. https://doi.org/10.1038/sj.jim.2900451.

6. Simmons RB, Rose LJ, Crow SA, Ahearn DG. 1999. The occurrence and
persistence of mixed biofilms in automobile air conditioning systems.
Curr Microbiol 39:141–145. https://doi.org/10.1007/s002849900435.

7. Acerbi E, Chénard C, Miller D, Gaultier NE, Heinle CE, Chang VW, Uchida
A, Drautz-Moses DI, Schuster SC, Lauro FM. 2017. Ecological succession
of the microbial communities of an air-conditioning cooling coil in the
tropics. Indoor Air 27:345–353. https://doi.org/10.1111/ina.12306.

8. Ross C, Menezes JRD, Svidzinski TIE, Albino U, Andrade G. 2004.
Studies on fungal and bacterial population of air-conditioned envi-
ronments. Braz Arch Biol Technol 47:827– 835. https://doi.org/10
.1590/S1516-89132004000500020.

9. Kovaleva J, Degener JE, van der Mei HC. 2014. Methylobacterium and its
role in health care-associated infection. J Clin Microbiol 52:1317–1321.
https://doi.org/10.1128/JCM.03561-13.

10. Park S, Kim E. 2014. Determination of malodor-causing chemicals pro-
duced by microorganisms inside automobile. KSBB J 29:118 –123.
https://doi.org/10.7841/ksbbj.2014.29.2.118.

11. Roy M, Giri AK, Dutta S, Mukherjee P. 2015. Integrated phytobial reme-
diation for sustainable management of arsenic in soil and water. Environ
Int 75:180 –198. https://doi.org/10.1016/j.envint.2014.11.010.

12. Yano T, Kubota H, Hanai J, Hitomi J, Tokuda H. 2013. Stress tolerance of
Methylobacterium biofilms in bathrooms. Microbes Environ 28:87–95.
https://doi.org/10.1264/jsme2.me12146.

13. Simões LC, Simões M, Vieira MJ. 2007. Biofilm interactions between
distinct bacterial genera isolated from drinking water. Appl Environ
Microbiol 73:6192– 6200. https://doi.org/10.1128/AEM.00837-07.

14. Knief C, Ramette A, Frances L, Alonso-Blanco C, Vorholt JA. 2010. Site and
plant species are important determinants of the Methylobacterium com-
munity composition in the plant phyllosphere. ISME J 4:719 –728.
https://doi.org/10.1038/ismej.2010.9.

15. Ramalingam B, Sekar R, Boxall JB, Biggs CA. 2013. Aggregation and
biofilm formation of bacteria isolated from domestic drinking water.
Water Sci Technol Water Supply 13:1016 –1023. https://doi.org/10.2166/
ws.2013.115.

16. Chanratana M, Han GH, Roy Choudhury A, Sundaram S, Halim MA,
Krishnamoorthy R, Kang Y, Sa T. 2017. Assessment of Methylobacterium
oryzae CBMB20 aggregates for salt tolerance and plant growth promot-
ing characteristics for bio-inoculant development. AMB Express 7:208.
https://doi.org/10.1186/s13568-017-0518-7.

17. Kayser MF, Ucurum Z, Vuilleumier S. 2002. Dichloromethane metabolism
and C1 utilization genes in Methylobacterium strains. Microbiology 148:
1915–1922. https://doi.org/10.1099/00221287-148-6-1915.

18. Eevers N, Van Hamme JD, Bottos EM, Weyens N, Vangronsveld J. 2015.
Draft genome sequence of Methylobacterium radiotolerans, a DDE-
degrading and plant growth-promoting strain isolated from Cucurbita
pepo. Genome Announc 3:e00488-15. https://doi.org/10.1128/genomeA
.00488-15.

19. Bringel F, Couée I. 2015. Pivotal roles of phyllosphere microorganisms at the
interface between plant functioning and atmospheric trace gas dynamics.
Front Microbiol 6:486. https://doi.org/10.3389/fmicb.2015.00486.

20. Kelley ST, Theisen U, Angenent LT, St Amand A, Pace NR. 2004. Molecular
analysis of shower curtain biofilm microbes. Appl Environ Microbiol
70:4187– 4192. https://doi.org/10.1128/AEM.70.7.4187-4192.2004.

21. Kim JW, Lee TH. 2015. Analysis of microorganism causing odor in an
air-conditioning system. SAE technical paper no. 2015-01-0354. SAE
International, Warrendale, PA. https://www.sae.org/publications/
technical-papers/content/2015-01-0354/.

22. Becalski A, Bartlett KH. 2006. Methanol exposure to car occupants from
windshield washing fluid: a pilot study. Indoor Air 16:153–157. https://
doi.org/10.1111/j.1600-0668.2005.00411.x.

23. Hall-Stoodley L, Costerton JW, Stoodley P. 2004. Bacterial biofilms: from
the natural environment to infectious diseases. Nat Rev Microbiol
2:95–108. https://doi.org/10.1038/nrmicro821.

24. Wall D, Kaiser D. 1999. Type IV pili and cell motility. Mol Microbiol
32:1–10. https://doi.org/10.1046/j.1365-2958.1999.01339.x.

25. Guttenplan SB, Kearns DB. 2013. Regulation of flagellar motility during
biofilm formation. FEMS Microbiol Rev 37:849 – 871. https://doi.org/10
.1111/1574-6976.12018.

26. Ghosh B, Lal H, Srivastava A. 2015. Review of bioaerosols in indoor
environment with special reference to sampling, analysis and control
mechanisms. Environ Int 85:254 –272. https://doi.org/10.1016/j.envint
.2015.09.018.

27. Majumdar D, Mukherjeea AK, Sen S. 2011. BTEX in ambient air of a
metropolitan city. J Environ Prot (Irvine, CA) 2:11–20. https://doi.org/10
.4236/jep.2011.21002.

28. Raja P, Balachandar D, Sundaram SP. 2008. Genetic diversity and phy-
logeny of pink-pigmented facultative methylotrophic bacteria isolated
from the phyllosphere of tropical crop plants. Biol Fertil Soils 45:45–53.
https://doi.org/10.1007/s00374-008-0306-2.

29. Lee Y, Jeon CO. 2018. Methylobacterium frigidaeris sp. nov., isolated from
an air conditioning system. Int J Syst Evol Microbiol 68:299 –304. https://
doi.org/10.1099/ijsem.0.002500.

30. Park C, Lee YS, Park SY, Park W. 2018. Methylobacterium currus sp. nov.,
isolated from a car air conditioning system. Int J Syst Evol Microbiol
68:3621–3626. https://doi.org/10.1099/ijsem.0.003045.

31. Eubanks EF, Forney FW, Larson AD. 1974. Purification and characteriza-
tion of the nocardial acetylesterase involved in 2-butanone degradation.
J Bacteriol 120:1133–1143.

32. Parales RE, Ditty JL, Harwood CS. 2000. Toluene-degrading bacteria are
chemotactic towards the environmental pollutants benzene, toluene,
and trichloroethylene. Appl Environ Microbiol 66:4098 – 4104. https://doi
.org/10.1128/aem.66.9.4098-4104.2000.

33. Babel W, Brinkmann U, Muller RH. 1993. The auxiliary substrate concept
- an approach for overcoming limits of microbial performances. Acta
Biotechnol 3:211–242. https://doi.org/10.1002/abio.370130302.

34. Schneider K, Peyraud R, Kiefer P, Christen P, Delmotte N, Massou S,
Portais JC, Vorholt JA. 2012. The ethylmalonyl-CoA pathway is used in
place of the glyoxylate cycle by Methylobacterium extorquens AM1 dur-
ing growth on acetate. J Biol Chem 287:757–766. https://doi.org/10
.1074/jbc.M111.305219.

35. Lee HJ, Jeong SE, Lee S, Kim S, Han H, Jeon CO. 2018. Effects of cosmetics
on the skin microbiome of facial cheeks with different hydration levels.
Microbiologyopen 7:e00557. https://doi.org/10.1002/mbo3.557.

36. Jung JY, Lee SH, Jeon CO. 2014. Microbial community dynamics during
fermentation of doenjang-meju, traditional Korean fermented soybean.
Int J Food Microbiol 185:112–120. https://doi.org/10.1016/j.ijfoodmicro
.2014.06.003.

37. Cole JR, Wang Q, Fish JA, Chai B, McGarrell DM, Sun Y, Brown CT,
Porras-Alfaro A, Kuske CR, Tiedje JM. 2014. Ribosomal Database Project:
data and tools for high throughput rRNA analysis. Nucleic Acids Res
42:D633–D642. https://doi.org/10.1093/nar/gkt1244.

38. Edgar RC, Haas BJ, Clemente JC, Quince C, Knight R. 2011. UCHIME
improves sensitivity and speed of chimera detection. Bioinformatics
27:2194 –2200. https://doi.org/10.1093/bioinformatics/btr381.

39. Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M, Hollister EB,
Lesniewski RA, Oakley BB, Parks DH, Robinson CJ, Sahl JW, Stres B,
Thallinger GG, Van Horn DJ, Weber CF. 2009. Introducing mothur: open-
source, platform-independent, community-supported software for de-
scribing and comparing microbial communities. Appl Environ Microbiol
75:7537–7541. https://doi.org/10.1128/AEM.01541-09.

40. Nawrocki EP, Kolbe DL, Eddy SR. 2009. Infernal 1.0: inference of RNA
alignments. Bioinformatics 25:1335–1337. https://doi.org/10.1093/
bioinformatics/btp157.

41. Ginestet C. 2011. ggplot2: elegant graphics for data analysis. J R Stat Soc

Methylobacterium spp. in Automobile Evaporator Cores

January/February 2020 Volume 5 Issue 1 e00761-19 msphere.asm.org 15

https://doi.org/10.1016/j.enbuild.2006.09.004
https://doi.org/10.2114/ahs.14.159
https://doi.org/10.2114/ahs.14.159
https://doi.org/10.1007/s00253-012-4564-4
https://doi.org/10.1007/s002840010120
https://doi.org/10.1007/s002840010120
https://doi.org/10.1038/sj.jim.2900451
https://doi.org/10.1007/s002849900435
https://doi.org/10.1111/ina.12306
https://doi.org/10.1590/S1516-89132004000500020
https://doi.org/10.1590/S1516-89132004000500020
https://doi.org/10.1128/JCM.03561-13
https://doi.org/10.7841/ksbbj.2014.29.2.118
https://doi.org/10.1016/j.envint.2014.11.010
https://doi.org/10.1264/jsme2.me12146
https://doi.org/10.1128/AEM.00837-07
https://doi.org/10.1038/ismej.2010.9
https://doi.org/10.2166/ws.2013.115
https://doi.org/10.2166/ws.2013.115
https://doi.org/10.1186/s13568-017-0518-7
https://doi.org/10.1099/00221287-148-6-1915
https://doi.org/10.1128/genomeA.00488-15
https://doi.org/10.1128/genomeA.00488-15
https://doi.org/10.3389/fmicb.2015.00486
https://doi.org/10.1128/AEM.70.7.4187-4192.2004
https://www.sae.org/publications/technical-papers/content/2015-01-0354/
https://www.sae.org/publications/technical-papers/content/2015-01-0354/
https://doi.org/10.1111/j.1600-0668.2005.00411.x
https://doi.org/10.1111/j.1600-0668.2005.00411.x
https://doi.org/10.1038/nrmicro821
https://doi.org/10.1046/j.1365-2958.1999.01339.x
https://doi.org/10.1111/1574-6976.12018
https://doi.org/10.1111/1574-6976.12018
https://doi.org/10.1016/j.envint.2015.09.018
https://doi.org/10.1016/j.envint.2015.09.018
https://doi.org/10.4236/jep.2011.21002
https://doi.org/10.4236/jep.2011.21002
https://doi.org/10.1007/s00374-008-0306-2
https://doi.org/10.1099/ijsem.0.002500
https://doi.org/10.1099/ijsem.0.002500
https://doi.org/10.1099/ijsem.0.003045
https://doi.org/10.1128/aem.66.9.4098-4104.2000
https://doi.org/10.1128/aem.66.9.4098-4104.2000
https://doi.org/10.1002/abio.370130302
https://doi.org/10.1074/jbc.M111.305219
https://doi.org/10.1074/jbc.M111.305219
https://doi.org/10.1002/mbo3.557
https://doi.org/10.1016/j.ijfoodmicro.2014.06.003
https://doi.org/10.1016/j.ijfoodmicro.2014.06.003
https://doi.org/10.1093/nar/gkt1244
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1128/AEM.01541-09
https://doi.org/10.1093/bioinformatics/btp157
https://doi.org/10.1093/bioinformatics/btp157
https://msphere.asm.org


Ser A Stat Soc 174:245–246. https://doi.org/10.1111/j.1467-985X.2010
.00676_9.x.

42. Wang Q, Garrity GM, Tiedje JM, Cole JR. 2007. Naive Bayesian classifier
for rapid assignment of rRNA sequences into the new bacterial taxon-
omy. Appl Environ Microbiol 73:5261–5267. https://doi.org/10.1128/AEM
.00062-07.

43. Lee YS, Kim HJ, Park W. 2017. Non-ureolytic calcium carbonate precip-

itation by Lysinibacillus sp. YS11 isolated from the rhizosphere of Mis-
canthus sacchariflorus. J Microbiol 55:440 – 447. https://doi.org/10.1007/
s12275-017-7086-z.

44. Segata N, Izard J, Waldron L, Gevers D, Miropolsky L, Garrett WS,
Huttenhower C. 2011. Metagenomic biomarker discovery and expla-
nation. Genome Biol 12:R60. https://doi.org/10.1186/gb-2011-12-6
-r60.

Park et al.

January/February 2020 Volume 5 Issue 1 e00761-19 msphere.asm.org 16

https://doi.org/10.1111/j.1467-985X.2010.00676_9.x
https://doi.org/10.1111/j.1467-985X.2010.00676_9.x
https://doi.org/10.1128/AEM.00062-07
https://doi.org/10.1128/AEM.00062-07
https://doi.org/10.1007/s12275-017-7086-z
https://doi.org/10.1007/s12275-017-7086-z
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1186/gb-2011-12-6-r60
https://msphere.asm.org

	Dominance of Gas-Eating, Biofilm-Forming Methylobacterium Species in the Evaporator Cores of Automobile Air-Conditioning Systems
	RESULTS
	Microbial diversities in the ECs of automobile ACS in different countries. 
	Dominance of Methylobacterium species in ACS. 
	Superior growth of Methylobacterium species from the EC of ACS in mixed VOCs. 
	Biofilm former versus aggregator lifestyles of Methylobacterium groups. 
	Main factors of aggregation and biofilm formation in Methylobacterium species. 
	Enhanced biofilm formation during coculture of aggregators and biofilm formers. 

	DISCUSSION
	MATERIALS AND METHODS
	Sampling of heat exchanger aluminum fins from automobile ACS in different countries. 
	Genomic DNA extraction and PCR amplification for pyrosequencing. 
	Sequencing data processing and analysis. 
	Genome sequencing and comparative genome analysis. 
	Growth test on VOCs. 
	Biofilm formation ability test. 
	Aggregation assays of Methylobacterium species. 
	EPS purification and HPAEC analysis. 
	FE-SEM and CLSM analysis. 
	Statistical analysis. 
	Data availability. 


	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

